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        Key
Grey boxes indicate region amplified in real time PCR mRNA quantitation.
Primer sets used for amplification are shown below each gene.
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108 bp 
BARPs (all) 
Tb09.244.2400-2530 

260 aa ORFBARP
Tb09.244.2520

60 bp

248 aa ORFp28
Tb09.244.2700

119 bp

140 aa ORFp16
Tb09.244.2860

199 bp

1242 aa ORFDHAPAT
Tb927.4.3160

121 bp

261 bp RNA7SL
Tb927.8.2861

51 bp

401 aa ORFAcid phos
Tb927.5.630

117 bp

5’-CGCAGGTATTCGTGCTGACG-3’
5’-CCTCGAAGTTGTTCCGCCAC-3’

5’-AAAATGTGGGTTGGCAGAAG-3’
5’-CTTCCCGCATGTCCATATCT-3’

5’-ACAAGAAGGCGCAGGTGAGG-3’
5’-ACTCTCTCCTGGTGGTGGCG-3’

5’-ATGTGGGCTTCTGGCTCTCG-3’
5’-CCGTTATGGCGATGCAAACA-3’

5’-GAAAGCGGGTGGTAATTTGA-3’
5’-TCTTTCCATCCTTCCGACAC-3’

5’-GCGGAACTGTCTCCTCACTC-3’
5’-CGCCAATGACTCTTCTGTGA-3’

5’-TGACTTGGTGTTCTGCTTGG-3’
5’-CTACAGTGGCGACCTCAACA-3’

Figure S3. Representation of genes analyzed by qRT-PCR. Shaded boxes indicate regions and bp 
lengths of sequences amplified in qRT-PCR experiments. Primer sets were located at the ends of each 
shaded region. Entire ORF lengths are indicated to the right side of the drawing. The BARP ORFs are 
heterogeneous in size and this is indicated as ‘~783 bp ORF’.


